Supplementary Figure legends
[bookmark: _Hlk89419295]Fig. S1. Annotation of rs11973492 and rs11679306. (A, B) The genomic loci and functions of rs11973492 and rs11679306. (E-H) Changes in the secondary structure and minimum free energy (MFE) with rs11973492 T > C allele (C-D) and rs11679306 T > C allele.
Fig. S2. Differential expression analysis of parental genes. (A, B) Differences in the expression level of HIBADH (parental gene of circHIBADH) between 25 paired tumor and normal tissues in MiOncoCirc database (A) and between 495 tumor and 52 normal tissues in TCGA database (B). (C, D) Differences in the expression level of SATB2 (parental gene of circSATB2) between 35 CRPC and 25 localized tumor tissues in MiOncoCirc database (C) and between 13 CRPC and 112 localized tumor tissues in GSE70768 (D). *p < 0.05, **p < 0.01, ***p < 0.001.
Fig. S3. Supplement to the analysis of miRNA or RNA binding proteins (RBPs) sponging functions of circHIBADH. (A, B) Kyoto Encyclopedia of Genes and Genomes pathway enrichment analysis (A) and gene ontology biological process analysis (B) of 29 mRNAs significantly positively correlated with circHIBADH (related to Fig. 4). (C) Expression quantitative trait loci (eQTL) analyses between rs11973492 and FGF2 in prostate tissues from GTEx database. (G) Correlations between circHIBADH and 21 potential RBPs. The size of the circles in the upper-right figure represented different r values and the specific r values were signed on the circle. A cross was signed if the P value was greater than 0.001. The lower-left bar chart exhibited the P values and r values in the correlation analysis between circHIBADH and 21 RBPs. *p < 0.05, **p < 0.01, ***p < 0.001.
Fig. S4. Annotation of circSATB2. (A) The genomic loci of SATB2 gene and circSATB2. (B) Kaplan–Meier plot compared the overall survival based on the expression of miR-105-5p in TCGA database. The PCa patients were separated to low- and high-expressed group according to the median of miR-204-5p expression level. (C) Venn diagram of three database to predict mRNAs having potential binding site for miR-105-5p. (D) Volcano plot for the differential expression analysis of 127 mRNAs between 35 CPRC and 25 localized tumor tissues based on MiOncoCirc database. (E) Correlations between 6 up-regulated mRNAs and circSATB2 in MiOncoCirc database. (E, F) Gene ontology biological process analysis (F) and Kyoto Encyclopedia of Genes and Genomes pathway enrichment analysis (G) of 4 mRNAs significantly positively correlated with circSATB2. 
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Table S5. Genes that interact rs10951176 through 3D chromatin loops in PCa cell lines.
	Interact gene
	Cell type
	Loop start
	Loop end
	Distance

	EVX1
	LNCaP
	chr7:27200000-27300000
	chr7:27600000-27700000
	400000

	HOTTIP
	
	
	
	

	HOXA-AS4
	
	
	
	

	HOXA10
	
	
	
	

	HOXA10-HOXA9
	
	
	
	

	HOXA11
	
	
	
	

	HOXA11-AS
	
	
	
	

	HOXA13
	
	
	
	

	HOXA9
	
	
	
	

	MIR196B
	
	
	
	

	EVX1
	PC3
	chr7:27200000-27300000
	chr7:27600000-27700000
	400000

	HOTTIP
	
	
	
	

	HOXA-AS4
	
	
	
	

	HOXA10
	
	
	
	

	HOXA10-HOXA9
	
	
	
	

	HOXA11
	
	
	
	

	HOXA11-AS
	
	
	
	

	HOXA13
	
	
	
	

	HOXA9
	
	
	
	

	MIR196B
	
	
	
	




Table S6. Potential binding miRNAs of circHIBADH and differentially expression analysis of these miRNAs in TCGA database.
	circBank
	
	TCGA PRAD Tumor vs. Normal

	miRNA
	Tot Score
	
	log2FC
	Pvalue

	hsa-miR-548av-3p
	304
	
	not found
	-

	hsa-miR-4716-5p
	302
	
	undetected
	-

	hsa-miR-548ar-3p
	167
	
	undetected
	-

	hsa-miR-548az-3p
	163
	
	not found
	-

	hsa-miR-103a-3p
	160
	
	0.67 
	1.46E-28

	hsa-miR-107
	160
	
	-0.59 
	3.08E-13

	hsa-miR-4711-5p
	160
	
	undetected
	-

	hsa-miR-181a-2-3p
	158
	
	-0.25 
	1.73E-03

	hsa-miR-4252
	157
	
	not found
	-

	hsa-miR-4418
	157
	
	not found
	-

	hsa-miR-5004-3p
	157
	
	undetected
	-

	hsa-miR-6511b-5p
	157
	
	not found
	-

	hsa-miR-4786-3p
	156
	
	undetected
	-

	hsa-miR-6849-5p
	156
	
	undetected
	-

	hsa-miR-4686
	155
	
	undetected
	-

	hsa-miR-548e-3p
	155
	
	undetected
	-

	hsa-miR-5692a
	155
	
	undetected
	-

	hsa-miR-33b-5p
	154
	
	-1.21 
	1.50E-08

	hsa-miR-4778-3p
	154
	
	undetected
	-

	hsa-miR-924
	154
	
	not found
	-

	hsa-miR-129-5p
	153
	
	-0.99 
	7.27E-06

	hsa-miR-4691-3p
	153
	
	undetected
	-

	hsa-miR-4688
	152
	
	undetected
	-

	hsa-miR-4738-3p
	152
	
	undetected
	-

	hsa-miR-654-5p
	152
	
	undetected
	-

	hsa-miR-3692-5p
	151
	
	not found
	-

	hsa-miR-5088-3p
	151
	
	undetected
	-

	hsa-miR-6832-3p
	151
	
	undetected
	-

	hsa-miR-1233-3p
	150
	
	not found
	-

	hsa-miR-1266-3p
	150
	
	undetected
	-

	hsa-miR-376b-5p
	150
	
	undetected
	-

	hsa-miR-376c-5p
	150
	
	undetected
	-

	hsa-miR-548a-3p
	150
	
	not found
	-

	hsa-miR-6886-3p
	150
	
	undetected
	-


FC fold change



Table S7. Studies concerning miR-107 in malignancies
	Disease
	PMID

	Breast cancer
	32106857; 24694649; 25547678

	Colorectal cancer
	31273221; 22593189; 31919406; 31131011; 27938501; 32738347

	Bladder cacner
	30575901

	Papillary thyroid cancer
	32269214

	Gastric Cancer
	29361817; 31297980; 27827403

	Liver cancer
	31785055

	Pancreatic cancer
	30569514




Table S8. RBPs predicted to binding with circHIBADH in circAtlas.
	RBP
	binding sites in upstream flanking sequences
	binding sites in downstream flanking sequences
	binding sites in cirexons
	binding sites in total

	EIF4A3
	1
	5
	8
	14

	U2AF2
	4
	3
	3
	10

	IGF2BP2
	0
	2
	4
	6

	RBM47
	0
	4
	2
	6

	MOV10
	0
	0
	5
	5

	DDX54
	0
	0
	5
	5

	ELAVL1
	1
	2
	2
	5

	NOP58
	0
	3
	1
	4

	HNRNPA1
	0
	4
	0
	4

	LIN28B
	0
	3
	0
	3

	FBL
	1
	1
	1
	3

	AGO2
	0
	0
	3
	3

	CSTF2T
	0
	0
	2
	2

	NOP56
	0
	2
	0
	2

	PRPF8
	0
	1
	1
	2

	PTBP1
	0
	0
	2
	2

	DGCR8
	0
	0
	1
	1

	HNRNPM
	0
	0
	1
	1

	TAF15
	0
	1
	0
	1

	DDX3X
	0
	0
	1
	1

	HNRNPD
	0
	1
	0
	1





Table S9. Potential binding miRNAs of circSATB2 and differentially expression analysis of these miRNAs in TCGA database.
	circBank
	
	
	TCGA PRAD survival analysis

	miRNA
	Totscore
	
	HR
	P value

	hsa- miR-6731-5p
	169
	
	1.17 
	8.70E-01

	hsa-miR-4685-5p
	167
	
	2.72 
	3.76E-01

	hsa-miR-6837-5p
	166
	
	0.86 
	8.65E-01

	hsa-miR-661
	165
	
	undetected
	-

	hsa-miR-1264
	162
	
	undetected
	-

	hsa-miR-628-5p
	162
	
	0.99 
	6.70E-01

	hsa-miR-6764-3p
	160
	
	2.88 
	4.01E-02

	hsa-miR-4640-5p
	159
	
	2.04 
	3.12E-01

	hsa-miR-514a-5p
	158
	
	undetected
	-

	hsa-miR-6835-3p
	158
	
	undetected
	-

	hsa-miR-6895-5p
	158
	
	undetected
	-

	hsa-miR-1273g-3p
	157
	
	not found
	-

	hsa-miR-4733-3p
	157
	
	0.79 
	7.84E-01

	hsa-miR-6755-3p
	157
	
	undetected
	-

	hsa-miR-8085
	157
	
	undetected
	-

	hsa-miR-942-5p
	157
	
	0.97 
	7.01E-01

	hsa-miR-185-5p
	156
	
	1.00 
	4.86E-01

	hsa-miR-1915-3p
	156
	
	not found
	-

	hsa-miR-30c-1-3p
	156
	
	0.81 
	2.66E-01

	hsa-miR-30c-2-3p
	156
	
	1.00 
	9.29E-01

	hsa-miR-3189-3p
	156
	
	0.60 
	2.65E-01

	hsa-miR-5002-5p
	156
	
	1.42 
	7.96E-02

	hsa-miR-7856-5p
	156
	
	undetected
	-

	hsa-miR-150-5p
	155
	
	1.00 
	8.94E-01

	hsa-miR-3616-3p
	155
	
	0.99 
	9.71E-01

	hsa-miR-5004-3p
	155
	
	undetected
	-

	hsa-miR-6764-5p
	155
	
	0.83 
	6.90E-01

	hsa-miR-1305
	154
	
	0.85 
	6.54E-01

	hsa-miR-3614-5p
	154
	
	0.97 
	8.13E-01

	hsa-miR-4487
	153
	
	undetected
	-

	hsa-miR-4677-5p
	153
	
	1.18 
	6.42E-01

	hsa-miR-578
	153
	
	1.20 
	4.24E-01

	hsa-miR-6794-5p
	153
	
	undetected
	-

	hsa-miR-6844
	153
	
	1.35 
	4.80E-01

	hsa-miR-6870-5p
	153
	
	undetected
	-

	hsa-miR-2861
	152
	
	not found
	-

	hsa-miR-3613-5p
	152
	
	1.00 
	9.60E-01

	hsa-miR-4314
	152
	
	not found
	-

	hsa-miR-4713-5p
	152
	
	not found
	-

	hsa-miR-642a-3p
	152
	
	undetected
	-

	hsa-miR-642b-3p
	152
	
	undetected
	-

	hsa-miR-664a-5p
	152
	
	0.98 
	4.55E-01

	hsa-miR-6886-5p
	152
	
	undetected
	-

	hsa-miR-4726-5p
	151
	
	0.53 
	3.86E-01

	hsa-miR-6773-3p
	151
	
	3.58 
	1.75E-01

	hsa-miR-1307-3p
	150
	
	1.00 
	6.51E-01

	hsa-miR-4445-5p
	150
	
	undetected
	-

	hsa-miR-6856-5p
	150
	
	undetected
	-

	hsa-miR-891a-3p
	150
	
	undetected
	-




Table S10. RBPs predicted to binding with circSATB2 in circAtlas.
	RBP
	binding sites in upstream flanking sequences
	binding sites in downstream flanking sequences
	binding sites in cirexons
	binding sites in total

	U2AF2
	11
	0
	50
	61

	IGF2BP2
	1
	2
	44
	47

	TARBP2
	0
	0
	31
	31

	HNRNPA1
	2
	1
	14
	17

	ELAVL1
	2
	1
	12
	15

	EIF4A3
	2
	2
	8
	12

	HNRNPC
	0
	0
	11
	11

	ADAR
	0
	0
	10
	10

	DHX9
	1
	0
	9
	10

	FMR1
	1
	0
	7
	8

	NOP58
	2
	1
	5
	8

	SRSF1
	0
	0
	7
	7

	PRPF8
	0
	2
	4
	6

	ATXN2
	0
	0
	6
	6

	FBL
	0
	2
	4
	6

	CPSF7
	0
	0
	5
	5

	RBM10
	4
	1
	0
	5

	FXR2
	0
	0
	5
	5

	IGF2BP1
	0
	0
	5
	5

	CPSF6
	0
	0
	4
	4

	IGF2BP3
	0
	0
	4
	4

	FUS
	2
	1
	0
	3

	U2AF1
	0
	0
	3
	3

	DDX54
	0
	0
	3
	3

	DDX3X
	0
	0
	3
	3

	LIN28B
	0
	0
	3
	3

	RBM47
	0
	0
	3
	3

	UCHL5
	0
	0
	2
	2

	NOP56
	2
	0
	0
	2

	MOV10
	0
	0
	2
	2

	SF3B4
	2
	0
	0
	2

	FAM120A
	0
	0
	2
	2

	CELF2
	1
	0
	1
	2

	NUDT21
	0
	1
	1
	2

	FIP1L1
	0
	0
	2
	2

	SND1
	0
	0
	2
	2

	FTO
	0
	0
	2
	2

	BUD13
	0
	1
	1
	2

	DDX42
	0
	0
	2
	2

	DDX24
	0
	0
	2
	2

	ILF3
	0
	0
	2
	2

	RPS5
	0
	0
	1
	1

	TAF15
	1
	0
	0
	1

	CAPRIN1
	0
	0
	1
	1

	SRSF7
	0
	0
	1
	1

	EFTUD2
	0
	0
	1
	1

	PCBP2
	0
	0
	1
	1

	PTBP1
	0
	0
	1
	1

	TRA2A
	0
	0
	1
	1

	ZC3H7B
	0
	0
	1
	1

	LARP7
	0
	0
	1
	1

	RANGAP1
	0
	0
	1
	1

	NKRF
	0
	0
	1
	1

	TARDBP
	0
	0
	1
	1

	CSTF2T
	0
	0
	1
	1

	GEMIN5
	0
	0
	1
	1

	RBM22
	0
	0
	1
	1

	WDR33
	0
	0
	1
	1

	AGO2
	0
	0
	1
	1
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